Hyphoderma moniliforme and H. nemorale, saprobically growing on wood, are recorded as new for mycobiota of China. Both species were collected in mountains at the altitudes of 1850-3000 m, from Yunnan Province (southwestern China). Hyphoderma moniliforme is also a new record for Eurasia, and previously known only from South Africa. The collections of H. nemorale in this study represent the most eastern and the most southern localities for this species known for Eurasia. Both species bear moniliform cystidia. Bayesian inference of phylogeny based on ITS and partial 28S nuclear ribosomal DNA sequences indicated that H. moniliforme is united in one clade with H. litschaueri from North America. 28S-based phylogram demonstrated that Chinese H. nemorale belong to the same clade with the holotype of this species collected from Europe. Morphology descriptions and illustrations for these two species are provided.
Sequence alignment and reconstruction of phylogeny The datasets were composed of both the sequences obtained in this study and extracted from GenBank (Tab. 1). The sequences, most similar to specimens of Hyphoderma from Yunnan, traced by BLAST and belonged to Hyphoderma and Mutatoderma (Parmasto) C.E. Gómez, were selected for ITS and 28S datasets. Phanerochaete sordida, from a sister clade to Meruliaceae (Larsson 2007) , was assigned as the outgroup in both datasets. Sequences were aligned in MAFFT v. 7 at the web server (http://mafft.cbrc.jp/alignment/server), using E-INS-i strategy for ITS and G-INS-i strategy for 28S (Katoh et al. 2009 ). Before alignment, sequences were arranged in such the way that presumably more related taxa were dispersed among less related. Too long 3' and 5' protruding ends in sequences were cut before the final alignment. Aligned datasets were edited manually in MEGA v. 3.1 software (Kumar et al. 2004) . Ready datasets and the resulting phylograms were deposited in TreeBASE (http://purl.org/phylo/treebase/phylows/study/TB2:S16138). The best-fit models of nucleotide evolution were estimated by MrModeltest v. 2.3 (https://www.abc.se/~nylander/mrmodeltest2/mrmodeltest2.html), using Akaike Information Criterion.
Bayesian analysis of phylogeny was performed in MrBayes v. 3.2.1 (Ronquist & Huelsenbeck 2003) . Both ITS and 28S datasets were individually analyzed using two independent runs, each with four MC 3 chains running for 500000 generations, with tree and parameter sampling every 500 generations. Burn-in discarded 25% of samples. The ITS datamatrix was analysed with different parameter set for the two partitions, 5.8S and ITS1+ITS2, according to the best-fit models. Figs 1-11 Basidiomata effused, with age broadly cracking. Hymenophore smooth, milk white or creamish. Hyphae clamped at all primary septa, colorless. Subicular hyphae loosely arranged, sparsely branched, disordered (except thin layer of horizontal hyphae next to the substratum), (2.5-)3-5.5 μm diam, naked, with thin to thickened walls. Subhymenium thickening, compact, of thin-walled, naked or slightly encrusted hyphae 3.5-4 μm diam. Cystidia enclosed, 50-80 × 6-8 μm, moniliform in general or apically moniliform, thin-walled, colorless. Basidia clavatesubcylindrical, slightly median-constricted, 20-38 × 6-7.5(-8) μm, colorless, thin-walled, with four large sterigmata. Basidiospores oblong to cylindrical, (7.5-)8-9(-9.5) × (3.2-)3.5-4 μm, thinwalled, colorless, inamyloid, indextrinoid, with small or idistinct apiculus. Figs 12-22 Basidiomata effused, soft-membranaceous or subpellicular, 90-180 μm thick. Hymenial surface colliculose, cream, when young minutely porulose, then almost continuous and slightly cracking. Margin farinaceous, paler colored, up to 2.5 mm broad. Hyphal system monomitic, hyphae clamped at all primary septa, moderately branched, 2.5-4 μm wide, colorless, thin-or almost thin-walled, naked to richly encrusted. Subiculum of loosely arranged, disordered or subvertical hyphae, richly interspersed by middle-sized crystalline material. Subhymenium not clearly differentiated. Cystidia scattered, subcylindrical to somewhat moniliform and capitate, slightly projecting, 35-70 × 7-8 μm, aseptate of with several (up to 5) adventitious septa, colorless, thin-walled, naked or somewhat encrusted basally; cystidioles numerous, suburniform to subcylindrical, often slightly capitate, a little protruding, 20-35 × 4-8 μm, colorless, thin-walled, more or less encrusted, with capitate apex 3.5-4.5(-5.5) μm broad. Basidioles slightly to richly encrusted mostly in lower and middle part. Basidia clamped at base, clavate or subclavate, slightly median constricted, 20-30 × 6.5-9.5 μm, thin-walled, more or less encrusted in lower and middle part, unicellular or with 1-3 adventitious septa, with 2-4 conical sterigmata 4-5 × 1.3-1.5 μm. Spores cylindrical, adaxially slightly convex, flat, or somewhat depressed, (8.5-)9.5-14(-15) × (3.5-)4-5(-6) μm, colorless or almost so, thin-walled, smooth; contents more or less granular or large-guttulate; wall negative in Melzer's reagent, slightly cyanophilous; apiculus very short or unclear.
Results

Species descriptions
Material examined -China, Yunnan Province, Lijiang, Santaowan, alt. 3000 m, 1 Aug 1995, S.H. Wu & J.Y. Tseng, dup. in MSK), . Both specimens were collected from dead twigs and branches of unidentified angiosperms.
Molecular phylogeny
The aligned ITS dataset which was undergone by Bayesian analysis included 624 positions, 418 of which were constant. MrModeltest suggested GTR+G as the best-fit model of nucleotide evolution for ITS1+ITS2, and K80 for 5.8S. The aligned datamatrix of partial 28S sequences included 887 positions, 866 of which were constant. The best-fit model of nucleotide evolution suggested for it by MrModeltest was GTR+I+G. Both phylograms generated using Bayesian approach (Figs 23, 24) confirmed that the considered specimens from Yunnan belong to the genus Hyphoderma. The branch pattern on both phylograms demonstrates that specimens of H. moniliforme TNM F14735 and TNM F14739 have little molecular divergence and belong to the same independent species. Phylogenetic distances between two H. nemorale specimens, TNM F3910 and TNM F3931, suggest that they are also conspecific, but molecular divergence between them is fairly high in comparison with other Hyphoderma species. On the phylogram based on partial 28S sequences these two specimens occurred to be joint together in a highly supported clade (Bayesian posterior probability value, PP = 1.00) with the holotype of H. nemorale.
